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SEQUENCE LISTING 



<120> Androgen Regulated Prostate Specific 
Nucleic Acids 



<130> P-IS 4373 



<140> US 09/821,812 
<141> 2001-03-28 



<160> 11 



<170> FastSEQ for Windows Version 4.0 



<210> 1 

<211> 1026 

<212> DNA 

<213> Homo sapiens 



<400> 1 

tagtttgtat ttttcattac cagcaagggt aaacagttat ccatgaccca tttctatgtt 6 0 

ctcgtggcat gcttccatgt actgcctctg catgcagcag gccacctcgg gcagagccta 12 0 

aagcatgtga taaatgaaat gctatcacaa tacaggttgt gtctgaaaaa caaatggcaa 18 0 

cttattatcc aagatcaatg aaggaaaaag caaatttact aaaatatttc tttatttgaa 24 0 

taaggtcaat gccatttctt gaattccagc tagcatcaaa taatcaggaa aaaaaaaact 3 00 

tgacaaaatg ttatccaatt gaaattgaca gtggatagaa aaccctttta aactttaagt 360 

aatgtcataa aagaaatata ttaaacaagc aacagacaga tctaaaaagt tccaagtgtg 42 0 

gatttcacat tagatcttat aaattaaaaa aatcctcaat ataatcattt gttcactatc 480 

ttctttcaat aagcacatgg acagggaaag ataatcacac cttaatattc acaactgcta 540 

tttgtgttct ttacaaaaat tgtatctctg caatgcagtg aggcaggcaa tcccttgttc 600 

aagtcatttc tgttttccct aagttatcaa aaagtacaac tgtctgatat aaattgttac 660 

cataatcaca atcaggaagg caaagaagct ttagcaggca ggcttgaaga tgggagtttt 72 0 

catggcttga ccatgaatga tctcaagatg atttcataag attaaaagcc atcacgaaaa 780 

tactgaaagc aacaggtaat aatctggatt cagtctgtag ttgctcatga accacgcgtt 84 0 

ttaataaaag gaacattaag taaattgtag gtataaaaga atcagtgcat atctgttaat 900 

gtcattgaca ataaaaatat attatcttct cagctcagct ctaaattaac aaaacaccta 96 0 

tttttttttt cccactcctc attttagtgg ttctcaaaca ttggtgtgct cagaatctcc 1020 
tgaggt 1026 



<210> 2 

<211> 4527 

<212> DNA 

<213> Homo sapeins 

<220> 

<221> CDS 

<222> (96) . . . (851) 



<400> 2 
tccttgggtt 



cgggtgaaag cgcctggggg ttcgtggcca tgatccccga gctgctggag 



60 
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aactgaaggc ggacagtctc ctgcgaaacc aggca atg gcg gag ctg gag ttt 113 

Met Ala Glu Leu Glu Phe 
1 5 

gtt cag ate ate ate ate gtg gtg gtg atg atg gtg atg gtg gtg gtg 161 
Val Gin He He He He Val Val Val Met Met Val Met Val Val Val 
10 15 20 

ate acg tgc ctg ctg age cac tac aag ctg tct gca egg tec ttc ate 209 
lie Thr Cys Leu Leu Ser His Tyr Lys Leu Ser Ala Arg Ser Phe He 
25 30 35 

age egg cac age cag ggg egg agg aga gaa gat gee ctg tec tea gaa 257 
Ser Arg His Ser Gin Gly Arg Arg Arg Glu Asp Ala Leu Ser Ser Glu 
40 45 50 

gga tgc ctg tgg ccc teg gag age aca gtg tea ggc aac gga ate cca 3 05 
Gly Cys Leu Trp Pro Ser Glu Ser Thr Val Ser Gly Asn Gly He Pro 
55 60 65 70 

gag ccg cag gtc tac gee ccg cct egg ccc ace gac cgc ctg gec gtg 353 
Glu Pro Gin Val Tyr Ala Pro Pro Arg Pro Thr Asp Arg Leu Ala Val 
75 80 85 

ccg ccc ttc gee cag egg gag cgc ttc cac cgc ttc cag ccc ace tat 4 01 
Pro Pro Phe Ala Gin Arg Glu Arg Phe His Arg Phe Gin Pro Thr Tyr 
90 95 100 

ccg tac ctg cag cac gag ate gac ctg cca ccc ace ate teg ctg tea 449 
Pro Tyr Leu Gin His Glu He Asp Leu Pro Pro Thr He Ser Leu Ser 
105 110 115 

gac ggg gag gag ccc cca ccc tac cag ggc ccc tgc acc etc cag ctt 4 97 
Asp Gly Glu Glu Pro Pro Pro Tyr Gin Gly Pro Cys Thr Leu Gin Leu 
120 125 130 

c 99 9 ac ccc 9 a 9 ca 9 ca 9 ct 9 9 aa ct 9 aac c 99 9 a 9 tc 9 g fc 9 C 9 C 9 ca 545 
Arg Asp Pro Glu Gin Gin Leu Glu Leu Asn Arg Glu Ser Val Arg Ala 
135 140 145 150 

ccc cca aac aga acc ate ttc gac agt gac ctg atg gat agt gee agg 593 
Pro Pro Asn Arg Thr He Phe Asp Ser Asp Leu Met Asp Ser Ala Arg 
155 160 165 

ctg ggc ggc ccc tgc ccc ccc age agt aac teg ggc ate age gee acg 641 
Leu Gly Gly Pro Cys Pro Pro Ser Ser Asn Ser Gly He Ser Ala Thr 
170 175 180 

tgc tac ggc age ggc ggg cgc atg gag ggg ccg ccg ccc acc tac age 689 
Cys Tyr Gly Ser Gly Gly Arg Met Glu Gly Pro Pro Pro Thr Tyr Ser 
185 190 195 



gag gtc ate ggc cac tac ccg ggg tec tec ttc cag cac cag cag age 737 
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Glu Val lie Gly His Tyr Pro Gly Ser Ser Phe Gin His Gin Gin Ser 
200 205 210 

agt ggg ccg ccc tec ttg ctg gag ggg acc egg etc cac cac aca cac 7 85 
Ser Gly Pro Pro Ser Leu Leu Glu Gly Thr Arg Leu His His Thr His 
215 220 225 230 

ate gcg ccc eta gag age gca gec ate tgg age aaa gag aag gat aaa 833 
lie Ala Pro Leu Glu Ser Ala Ala lie Trp Ser Lys Glu Lys Asp Lys 
235 240 245 

cag aaa gga cac cct etc tagggtcccc aggggggecg ggctggggct 8 81 

Gin Lys Gly His Pro Leu 
250 

gcgtaggtga aaaggcagaa cactccgcgc ttcttagaag aggagtgaga ggaaggcggg 941 
gggegcagea aegcategtg tggccctccc ctcccacctc cctgtgtata aatatttaca 1001 
tgtgatgtct ggtctgaatg cacaagctaa gagagcttgc aaaaaaaaaa agaaaaaaga 1061 
aaaaaaaaaa ccacgtttct ttgttgagct gtgtcttgaa ggcaaaagaa aaaaaatttc 1121 
tacagtagtc tttcttgttt ctagttgagc tgcgtgcgtg aatgettatt ttcttttgtt 1181 
tatgataatt tcacttaact ttaaagacat atttgeacaa aacctttgtt taaagatctg 1241 
caatattata tatataaata tatataagat aagagaaact gtatgtgcga gggcaggagt 1301 
atttttgtat tagaagaggc ctattaaaaa aaaaagttgt tttctgaact agaagaggaa 1361 
aaaaatggca atttttgagt gecaagtcag aaagtgtgta ttaccttgta aagaaaaaaa 1421 
ttacaaagca ggggtttaga gttatttata taaatgttga gattttgeae tattttttaa 1481 
tataaatatg tcagtgcttg cttgatggaa acttctcttg tgtctgttga gactttaagg 1541 
gagaaatgtc ggaatttcag agtcgcctga eggcagaggg tgagcccccg tggagtctgc 16 01 
agagaggect tggecaggag eggegggett tcccgagggg ccactgtccc tgcagagtgg 1661 
atgcttctgc ctagtgacag gttatcacca cgttatatat tccctaccga aggagacacc 1721 
ttttcccccc tgacccagaa cagectttaa atcacaagca aaataggaaa gttaaccacg 1781 
gaggcaccga gttccaggta gtggttttgc ctttcccaaa aatgaaaata aactgttacc 1841 
gaaggaatta gtttttcctc ttcttttttc caactgtgaa ggtccccgtg gggtggagca 1901 
tggtgcccct cacaagccgc agcggctggt gcccgggcta ccagggacat gecagaggge 1961 
tcgatgactt gtctctgcag ggcgctttgg tggttgttca gctggctaaa ggttcaccgg 2 021 
tgaaggcagg tgeggtaact gccgcactgg accctaggaa gccccaggta ttegcaatet 2 081 
gacctcctcc tgtctgtttc ccttcacgga tcaattctca cttaagaggc caataaacaa 2141 
cccaacatga aaaggtgaca agcctgggtt tctcccagga taggtgaaag ggttaaaatg 22 01 
agtaaagcag ttgagcaaac accaacccga gettegggeg cagaattctt caccttctct 2261 
tcccctttcc atctcctttc cccgcggaaa caacgcttcc cttctggtgt gtctgttgat 2321 
ctgtgttttc atttacatct ctcttagact ccgctcttgt tctccaggtt ttcaccagat 2381 
agatttgggg ttggcgggac ctgctggtga cgtgcaggtg aaggacagga aggggcatgt 2441 
gagegtaaat agaggtgacc agaggagagc atgaggggtg gggctttggg acccaccggg 2501 
gccagtggct ggagcttgac gtctttcctc cccatggggg tgggagggee cccagctgga 2561 
agagcagact cccagctgct accccctccc ttcccatggg agtggctttc cattttgggc 2621 
agaatgetga ctagtagact aacataaaag atataaaagg caataactat tgtttgtgag 2681 
caactttttt ataacttcca aaacaaaaac ctgagcacag ttttgaagtt ctagccactc 2 741 
gagctcatgc atgtgaaacg tgtgctttac gaaggtggca gctgacagac gtgggctctg 28 01 
catgccgcca gectagtaga aagttctcgt tcattggcaa cagcagaacc tgcctctccg 2861 
tgaagtcgtc agectaaaat ttgtttctct cttgaagagg attctttgaa aaggtcctgc 2 921 
agagaaatca gtacaggtta tcccgaaagg tacaaggacg cacttgtaaa gatgattaaa 2 981 
aegtatcttt cctttatgtg acgcgtctct agtgccttac tgaagaagca gtgacact cc 3041 
cgtcgctcgg tgaggacgtt cccggacagt gcctcactca cctgggactg gtatcccctc 3101 
ccagggtcca ccaagggctc ctgettttea gacaccccat catcctcgcg cgtcctcacc 3161 
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ctgtctctac cagggaggtg cctagcttgg tgaggttact cctgctcctc caaccttttt 3221 

ttgccaaggt ttgtacacga ctcccatcta ggctgaaaac ctagaagtgg accttgtgtg 32 81 

tgtgcatggt gtcagcccaa agccaggctg agacagtcct catatcctct tgagccaaac 3341 

tgtttgggtc tcgttgcttc atggtatggt ctggatttgt gggaatggct ttgcgtgaga 3401 

aaggggagga gagtggttgc tgccctcagc cggcttgagg acagagcctg tccctctcat 3461 

gacaactcag tgttgaagcc cagtgtcctc agcttcatgt ccagtggatg gcagaagttc 3 521 

atggggtagt ggcctctcaa aggctgggcg catcccaaga cagccagcag gttgtctctg 3581 

gaaacgacca gagttaagct ctcggcttct ctgctgaggg tgcacccttt cctctagatg 3641 

gtagttgtca cgttatcttt gaaaactctt ggactgctcc tgaggaggcc ctcttttcca 3701 

gtaggaagtt agatgggggt tctcagaagt ggctgattgg aaggggacaa gcttcgtttc 3761 

aggggtctgc cgttccatcc tggttcagag aaggccgagc gtggctttct ctagccttgt 3821 

cactgtctcc ctgcctgtca atcaccacct ttccyccaga ggaggaaaat tatctcccct 3881 

gcaaagcccg gttctacaca gatttcacaa attgtgctaa gaaccgtccg tgttctcaga 3941 

aagcccagtg tttttgcaaa gaatgaaaag ggaccccata tgtagcaaaa atcagggctg 4 001 

ggggagagcc gggttcattc cctgtcctca ttggtcgtcc ctatgaattg tacgtttcag 4 061 

agaaattttt tttcctatgt gcaacacgaa gcttccagaa ccataaaata tcccgtcgat 4121 

aaggaaagaa aatgtcgttg ttgttgtttt tctggaaact gcttgaaatc ttgctgtact 4181 

atagagctca gaaggacaca gcccgtcctc ccctgcctgc ctgattccat ggctgttgtg 4241 

ctgattccaa tgctttcacg ttggttcctg gcgtgggaac tgctctcctt tgcagcccca 4301 

tttcccaagc tctgttcaag ttaaacttat gtaagctttc cgtggcatgc ggggcgcgca 4361 

cccacgtccc cgctgcgtaa gactctgtat ttggatgcca atccacaggc ctgaagaaac 4421 

tgcttgttgt gtatcagtaa tcattagtgg caatgatgac attctgaaaa gctgcaatac 44 81 

ttatacaata aattttacaa ttctttggaa aaaaaaaaaa aaaaaa 452 7 

<210> 3 
<211> 252 
<212> PRT 

<213> Homo sapeins 
<400> 3 

Met Ala Glu Leu Glu Phe Val Gin He He He He Val Val Val Met 

15 10 15 

Met Val Met Val Val Val He Thr Cys Leu Leu Ser His Tyr Lys Leu 

20 25 30 

Ser Ala Arg Ser Phe He Ser Arg His Ser Gin Gly Arg Arg Arg Glu 

35 40 45 

Asp Ala Leu Ser Ser Glu Gly Cys Leu Trp Pro Ser Glu Ser Thr Val 

50 55 60 

Ser Gly Asn Gly He Pro Glu Pro Gin Val Tyr Ala Pro Pro Arg Pro 
65 70 75 80 

Thr Asp Arg Leu Ala Val Pro Pro Phe Ala Gin Arg Glu Arg Phe His 

85 90 95 

Arg Phe Gin Pro Thr Tyr Pro Tyr Leu Gin His Glu He Asp Leu Pro 

100 105 110 

Pro Thr He Ser Leu Ser Asp Gly Glu Glu Pro Pro Pro Tyr Gin Gly 

115 120 125 

Pro Cys Thr Leu Gin Leu Arg Asp Pro Glu Gin Gin Leu Glu Leu Asn 

130 135 140 

Arg Glu Ser Val Arg Ala Pro Pro Asn Arg Thr He Phe Asp Ser Asp 
145 150 155 160 

Leu Met Asp Ser Ala Arg Leu Gly Gly Pro Cys Pro Pro Ser Ser Asn 

165 170 175 

Ser Gly He Ser Ala Thr Cys Tyr Gly Ser Gly Gly Arg Met Glu Gly 
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180 

Pro Pro Pro Thr Tyr 
195 

Phe Gin His Gin Gin 
210 

Arg Leu His His Thr 
225 

Ser Lys Glu Lys Asp 
245 



185 

Ser Glu Val He Gly 
200 

Ser Ser Gly Pro Pro 
215 

His He Ala Pro Leu 
230 

Lys Gin Lys Gly His 
250 



190 

His Tyr Pro Gly Ser Ser 
205 

Ser Leu Leu Glu Gly Thr 
220 

Glu Ser Ala Ala He Trp 
235 240 
Pro Leu 



<210> 4 

<211> 2213 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . . (1611) 

<221> misc_f eature 
<222> (1) . . . (2213) 
<223> Xaa=any amino acid 

<400> 4 

993 ggg ct 9 aca aca act 9tg ata ggt acg agg ctg ggt gtg gat egg 4 8 
Gly Gly Leu Thr Thr Thr Val He Gly Thr Arg Leu Gly Val Asp Arg 
15 10 15 

ccg agg etc tec tgg age get ggg cct teg ctg gec gca ccg gca gee 96 
Pro Arg Leu Ser Trp Ser Ala Gly Pro Ser Leu Ala Ala Pro Ala Ala 
20 25 30 

atg age teg gag atg gag ccg ctg etc ctg gec tgg age tat ttt agg 144 
Met Ser Ser Glu Met Glu Pro Leu Leu Leu Ala Trp Ser Tyr Phe Arg 
35 40 45 

cgc agg aag ttc cag etc tgc gec gat eta tgc acg cag atg ctg gag 192 
Arg Arg Lys Phe Gin Leu Cys Ala Asp Leu Cys Thr Gin Met Leu Glu 
50 55 60 

aag tec cct tat gac cag gca get tgg ate tta aaa gca aga gcg eta 24 0 
Lys Ser Pro Tyr Asp Gin Ala Ala Trp He Leu Lys Ala Arg Ala Leu 
65 70 75 80 

aca gaa atg gta tac ata gat gaa att gat gta gat cag gaa gga att 288 
Thr Glu Met Val Tyr He Asp Glu He Asp Val Asp Gin Glu Gly He 
85 90 95 

gca gaa atg atg ctg gat gaa aat get ata get caa gtt cca cgc cct 336 
Ala Glu Met Met Leu Asp Glu Asn Ala He Ala Gin Val Pro Arg Pro 
100 105 110 
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gga acg tct ttg aaa etc cct gga act aat cag aca gga ggg cct age 384 
Gly Thr Ser Leu Lys Leu Pro Gly Thr Asn Gin Thr Gly Gly Pro Ser 
115 120 125 

cag gec gtt agg cca ate aca caa get gga aga ccc att aca ggt ttc 432 
Gin Ala Val Arg Pro lie Thr Gin Ala Gly Arg Pro lie Thr Gly Phe 
130 135 140 

etc agg ccc age acg cag agt gga agg cca ggc act atg gaa cag get 480 
Leu Arg Pro Ser Thr Gin Ser Gly Arg Pro Gly Thr Met Glu Gin Ala 
145 150 155 160 

ate aga aca ccc aga ace gee tac aca gee cgc cct ate acc age tec 528 
He Arg Thr Pro Arg Thr Ala Tyr Thr Ala Arg Pro He Thr Ser Ser 
165 170 175 

tec gga aga ttt gtc agg ctg gga acg get tec atg ctt aca agt cct 576 
Ser Gly Arg Phe Val Arg Leu Gly Thr Ala Ser Met Leu Thr Ser Pro 
180 185 190 

gat gga cca ttt ata aat tta tct agg ctg aat tta aca aag tat tec 624 
Asp Gly Pro Phe He Asn Leu Ser Arg Leu Asn Leu Thr Lys Tyr Ser 
195 200 205 

cag aaa cct aag ttg gca aag get tgt ttg agt ata tct ttc ate atg 672 
Gin Lys Pro Lys Leu Ala Lys Ala Cys Leu Ser He Ser Phe He Met 
210 215 220 

aaa atg atg tta aga ctg ctt tgg ate tgg ctg gee etc tec aca gaa 72 0 
Lys Met Met Leu Arg Leu Leu Trp He Trp Leu Ala Leu Ser Thr Glu 
225 230 235 240 

cat tct cag tac aag gac tgg tgg tgg aaa gta cag att gga aaa tgt 76 8 
His Ser Gin Tyr Lys Asp Trp Trp Trp Lys Val Gin He Gly Lys Cys 
245 250 255 

tac tac agg ttg gga atg tat cgt gaa gca gaa aaa cag ttt aaa tea 816 
Tyr Tyr Arg Leu Gly Met Tyr Arg Glu Ala Glu Lys Gin Phe Lys Ser 
260 265 270 

gee ctg aag cag cag gaa atg gta gat aca ttt ctg tac ttg gca aaa 864 
Ala Leu Lys Gin Gin Glu Met Val Asp Thr Phe Leu Tyr Leu Ala Lys 
275 280 285 

gtt tat gtc tea ttg gat caa cct gtg act get tta aat ctt ttc aaa 912 
Val Tyr Val Ser Leu Asp Gin Pro Val Thr Ala Leu Asn Leu Phe Lys 
290 295 300 

caa ggc tta gat aag ttt cca gga gaa gta acc ctg etc tgt gga att 960 
Gin Gly Leu Asp Lys Phe Pro Gly Glu Val Thr Leu Leu Cys Gly He 
305 310 315 320 

gca aga ate tat gag gaa atg aac aat atg tea tea gca gca gaa tat 1008 
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Ala Arg lie Tyr Glu Glu Met Asn Asn Met Ser Ser Ala Ala Glu Tyr 
325 330 335 

tac aaa gaa gtt ttg aaa caa gac aat act cat gtg gra gcc ate gca 1056 
Tyr Lys Glu Val Leu Lys Gin Asp Asn Thr His Val Xaa Ala lie Ala 
340 345 350 

tgc att gga age aac cac ttc tat tct gat cag cca gaa ata get etc 1104 
Cys lie Gly Ser Asn His Phe Tyr Ser Asp Gin Pro Glu lie Ala Leu 
355 360 365 

egg ttt tac agg egg ctg ctg cag atg ggc att tat aac ggc cag ctt 1152 
Arg Phe Tyr Arg Arg Leu Leu Gin Met Gly lie Tyr Asn Gly Gin Leu 
370 375 380 

ttt aac aat ctg ggg ctg tgt tgc ttc tat gcc cag cag tat gat atg 1200 
Phe Asn Asn Leu Gly Leu Cys Cys Phe Tyr Ala Gin Gin Tyr Asp Met 
385 390 395 400 

act ctg ace tea ttt gaa cgt gcc ctt tct ttg get gaa aat gaa gaa 1248 
Thr Leu Thr Ser Phe Glu Arg Ala Leu Ser Leu Ala Glu Asn Glu Glu 
405 410 415 

gag gca get gat gtc tgg tac aac ttg gga cat gta get gtg gga ata 12 96 
Glu Ala Ala Asp Val Trp Tyr Asn Leu Gly His Val Ala Val Gly lie 
420 425 430 

gga gat aca aat ttg gcc cat cag tgc ttc agg ctg get ctg gtc aac 1344 
Gly Asp Thr Asn Leu Ala His Gin Cys Phe Arg Leu Ala Leu Val Asn 
435 440 445 

aac aac aac cac gcc gag gcc tac aac aac ctg get gtg ctg gag atg 13 92 
Asn Asn Asn His Ala Glu Ala Tyr Asn Asn Leu Ala Val Leu Glu Met 
450 455 460 

egg aag ggc cac gtt gaa cag gca agg gca eta tta caa act gca tea 144 0 
Arg Lys Gly His Val Glu Gin Ala Arg Ala Leu Leu Gin Thr Ala Ser 
465 470 475 480 

tea tta gca ccc cat atg tat gaa ccg cat ttt aat ttt gca aca ate 1488 
Ser Leu Ala Pro His Met Tyr Glu Pro His Phe Asn Phe Ala Thr lie 
485 490 495 

tct gat aag att gga gat ctg cag aga age tat gtt get gcg cag aag 1536 
Ser Asp Lys lie Gly Asp Leu Gin Arg Ser Tyr Val Ala Ala Gin Lys 
500 505 510 

tct gaa gca gca ttt cca gac cat gtg gac aca caa cat tta att aaa 1584 
Ser Glu Ala Ala Phe Pro Asp His Val Asp Thr Gin His Leu lie Lys 
515 520 525 

caa tta agg cag cat ttt get atg etc tgattgttcc ttagaccaca 1631 
Gin Leu Arg Gin His Phe Ala Met Leu 
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530 535 

tatgttctta tgaagcagca ttatgcaagg ggaaaaaagc actatgtctg tgtatgtatg 1691 

tatatagtgt aatacgtata ttttaacaaa cctgtccttg atattagtta aggtgacaca 1751 

taagggtgac acagaatgtg taatgcaaat ttcatagtaa tagtaacttt ataaaataat 1811 

attataaaat acaggattta aacctttcta aatagatcct gaaactgtct ctcacattat 1871 

atagtagatg tttgtttata atgtttacaa aacattttgg tgaatttcct caatgtttta 1931 

taaatgtaca ttttttaagt ccttaagctg actcttagcc atcatgtagc ttaaggagtc 1991 

tgaaatctgc cattaaaact gcacctttaa gccaggtgtg gtagcatgtg cctatagtcc 2051 

cagctacttg ggaggtggag gtgggaggat tataaataga gactttcctt aagactttaa 2111 

aaatgtattt aaaactattt tttattaaat actttgtgat ttcctattaa gctttaaaat 2171 

aaatcattgt gtaaaacacc atcaaagcga taagctctgt aa 2213 



<210> 5 

<211> 537 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> VARIANT 

<222> (1) . . . (537) 

<223> Xaa = Any Amino Acid 



<400> 5 

Gly Gly Leu Thr 
1 

Pro Arg Leu Ser 
20 

Met Ser Ser Glu 
35 

Arg Arg Lys Phe 
50 

Lys Ser Pro Tyr 
65 

Thr Glu Met Val 

Ala Glu Met Met 
100 

Gly Thr Ser Leu 
115 

Gin Ala Val Arg 
130 

Leu Arg Pro Ser 
145 

lie Arg Thr Pro 

Ser Gly Arg Phe 
180 

Asp Gly Pro Phe 
195 

Gin Lys Pro Lys 
210 

Lys Met Met Leu 



Thr Thr Val lie 

5 

Trp Ser Ala Gly 

Met Glu Pro Leu 
40 

Gin Leu Cys Ala 
55 

Asp Gin Ala Ala 
70 

Tyr lie Asp Glu 
85 

Leu Asp Glu Asn 

Lys Leu Pro Gly 
120 

Pro lie Thr Gin 
135 

Thr Gin Ser Gly 
150 

Arg Thr Ala Tyr 
165 

Val Arg Leu Gly 

He Asn Leu Ser 
200 

Leu Ala Lys Ala 
215 

Arg Leu Leu Trp 



Gly Thr Arg Leu 
10 

Pro Ser Leu Ala 
25 

Leu Leu Ala Trp 

Asp Leu Cys Thr 

60 

Trp He Leu Lys 
75 

He Asp Val Asp 
90 

Ala He Ala Gin 
105 

Thr Asn Gin Thr 

Ala Gly Arg Pro 
140 

Arg Pro Gly Thr 
155 

Thr Ala Arg Pro 
170 

Thr Ala Ser Met 
185 

Arg Leu Asn Leu 

Cys Leu Ser He 
220 

He Trp Leu Ala 



Gly Val Asp Arg 
15 

Ala Pro Ala Ala 
30 

Ser Tyr Phe Arg 
45 

Gin Met Leu Glu 

Ala Arg Ala Leu 
80 

Gin Glu Gly He 
95 

Val Pro Arg Pro 
110 

Gly Gly Pro Ser 
125 

He Thr Gly Phe 

Met Glu Gin Ala 
160 

He Thr Ser Ser 
175 

Leu Thr Ser Pro 
190 

Thr Lys Tyr Ser 
205 

Ser Phe He Met 
Leu Ser Thr Glu 
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225 230 235 240 

His Ser Gin Tyr Lys Asp Trp Trp Trp Lys Val Gin lie Gly Lys Cys 

245 250 255 

Tyr Tyr Arg Leu Gly Met Tyr Arg Glu Ala Glu Lys Gin Phe Lys Ser 

260 265 270 

Ala Leu Lys Gin Gin Glu Met Val Asp Thr Phe Leu Tyr Leu Ala Lys 

275 280 285 

Val Tyr Val Ser Leu Asp Gin Pro Val Thr Ala Leu Asn Leu Phe Lys 

290 295 300 

Gin Gly Leu Asp Lys Phe Pro Gly Glu Val Thr Leu Leu Cys Gly lie 
305 310 315 320 

Ala Arg lie Tyr Glu Glu Met Asn Asn Met Ser Ser Ala Ala Glu Tyr 

325 330 335 

Tyr Lys Glu Val Leu Lys Gin Asp Asn Thr His Val Xaa Ala lie Ala 

340 345 350 

Cys lie Gly Ser Asn His Phe Tyr Ser Asp Gin Pro Glu lie Ala Leu 

355 360 365 

Arg Phe Tyr Arg Arg Leu Leu Gin Met Gly lie Tyr Asn Gly Gin Leu 

370 375 380 

Phe Asn Asn Leu Gly Leu Cys Cys Phe Tyr Ala Gin Gin Tyr Asp Met 
385 390 395 400 

Thr Leu Thr Ser Phe Glu Arg Ala Leu Ser Leu Ala Glu Asn Glu Glu 

405 410 415 

Glu Ala Ala Asp Val Trp Tyr Asn Leu Gly His Val Ala Val Gly lie 

420 425 ' 430 

Gly Asp Thr Asn Leu Ala His Gin Cys Phe Arg Leu Ala Leu Val Asn 

435 440 445 

Asn Asn Asn His Ala Glu Ala Tyr Asn Asn Leu Ala Val Leu Glu Met 

450 455 460 

Arg Lys Gly His Val Glu Gin Ala Arg Ala Leu Leu Gin Thr Ala Ser 
465 470 475 480 

Ser Leu Ala Pro His Met Tyr Glu Pro His Phe Asn Phe Ala Thr lie 

485 490 495 

Ser Asp Lys lie Gly Asp Leu Gin Arg Ser Tyr Val Ala Ala Gin Lys 

500 505 510 

Ser Glu Ala Ala Phe Pro Asp His Val Asp Thr Gin His Leu lie Lys 

515 520 525 

Gin Leu Arg Gin His Phe Ala Met Leu 
530 535 



<210> 6 

<211> 4433 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . . (423) 

<400> 6 

ata gga gtg gag aac atg cac aat tac tgc ttt gtg ttt get ctg gga 48 
lie Gly Val Glu Asn Met His Asn Tyr Cys Phe Val Phe Ala Leu Gly 
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15 10 15 

tac etc aca gtg tgc caa gtt act cga gtc tat ate ttt gac tat gga 96 
Tyr Leu Thr Val Cys Gin Val Thr Arg Val Tyr lie Phe Asp Tyr Gly 
20 25 30 

caa tat tct get gat ttt tea ggc cca atg atg ate att act cag aag 144 
Gin Tyr Ser Ala Asp Phe Ser Gly Pro Met Met lie lie Thr Gin Lys 
35 40 45 

ate act agt ttg get tgc gaa ata cat gat ggg atg ttt egg aag gat 192 
lie Thr Ser Leu Ala Cys Glu lie His Asp Gly Met Phe Arg Lys Asp 
50 55 60 

gaa gaa ctg act tec tea cag agg gat tta get gta agg cgc atg cca 24 0 
Glu Glu Leu Thr Ser Ser Gin Arg Asp Leu Ala Val Arg Arg Met Pro 
65 70 75 80 

age tta ctg gag tat ttg agt tac aac tgt aac ttc atg ggg ate ctg 288 
Ser Leu Leu Glu Tyr Leu Ser Tyr Asn Cys Asn Phe Met Gly lie Leu 
85 90 95 

gca ggc cca ctt tgc tct tac aaa gac tac att act ttc att gaa ggc 336 
Ala Gly Pro Leu Cys Ser Tyr Lys Asp Tyr lie Thr Phe lie Glu Gly 
100 105 110 

aga tea tac cat ate aca caa tct ggt gaa aat gga aaa gaa gag aca 3 84 
Arg Ser Tyr His lie Thr Gin Ser Gly Glu Asn Gly Lys Glu Glu Thr 
115 120 125 

cag tat gaa aga aca gag cca tct cca aat gta agg tea tgagatttat 43 3 
Gin Tyr Glu Arg Thr Glu Pro Ser Pro Asn Val Arg Ser 
130 135 140 

ctggagcctt tacagcatgt attgactgeg gktgttcaga agctcttagt ttgtgggctg 493 
tccttgttat ttcacttgac catctgtaca acattacctg tggagtacaa cattgatgag 553 
cattttcaag ctacagcttc gtggccaaca aagattatct atctgtatat ctctcttttg 613 
gctgccagac ccaaatacta ttttgcatgg aegctagctg actgecatwa ataatgetge 673 
aggctttggt ttcagagggt atgacgaaaa tggagcagct cgctgggact taatttccaa 73 3 
tttgagaatt caacaaatag agatgtcaac aagtttcaag atgtttcttg ataattggaa 793 
tattcagaca gctctttggc tcaaaaggtg cgttccttca aaaacgatct ttagatgtgc 853 
tttggcgtct agttctcgag gttgagcttc attgagttca ggttcttgat taaattaacg 913 
gtgttgagtg acattgtgac ctcagtgtca geegggaaac actgttagcc tcctcctaag 973 
caagtcagta tcgaatgaga actattttgg cttgagtcac gaatgeaget atectgeagg 1033 
tgeagctate ctgccctctc aagcctcctt taaaggcetc tgccaatgtc agaggtcacc 1093 
agtatcctcc tttgeagetc ctgattgtgt tcagtagaga tgtggtttaa attaacaagt 1153 
gcctgcacaa gcacagtact tatgcctggg tactccagaa cagtcctggt tttaaatatt 1213 
tcaattcaac aaatcttkat ttgttaggca agggaaacaa acatgagtaa gataaaaaga 12 7 3 
ctcagctcct gaaagtgaaa gagttcacaa ttttattaaa gacacggtgg tgtaatcaga 1333 
cacatgetgt tccctgtggt gaggatgagg agagagaaag caggaacagc gagggcacag 1393 
agggatgegg gaagaacttc ctacaagtgt gggtgcttga gctgaggttt gtgtcaggag 14 53 
cgtgtctcgt gaacagggca aggtagaggc aagecagget gggtggagta acaggtgega 1513 
aggacagagc tggggaacag cacactctcc caggggttct cttatcgtcc ctgtgagcac 1573 
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attgccctat cttgaattta cttcataaaa aacggcccct ataacgatac ggtgataagc 1633 
agcctttttt tatagtgtcc ttttttaaat gacaaattaa acatctttat cccttgagat 1693 
ggctagcata cgctgtcatc tcttcacagt gcctggcagt ctccccagtg gctgcagatc 1753 
ctctgagcta atctgttgtg ttattttttg ttattgttat aatttaaatt tgatacctta 1813 
ggggaaactt tattttcagc tgagttctct atccctgtca tagaagaatt gtagactaag 18 73 
cacagtctat ctgccggaag gagtagtgtt attaggtcag ttgaaagtta ttgatttttt 1933 
ttaaataaaa taatgtagga taaaagcaac cttactcttt ttgtaaattg tatagactcc 1993 
caaatactag aaatgatcat ttaagttact atatatacca atatatatac tatatatacc 2053 
aataagaaga tgagaattaa ctttatgttc ctaaatttga cacttaatag ctatagcctc 2113 
cctgagatca tagagaagtg attgcctaag ataagttgta tttgtttttc tagttaccct 2173 
aaatcctgtc aggtaataaa agaatgatca ttgcaggctt tgtaaactcg ggtcactcac 223 3 
tccacttggc tctccatgtt tttcatggtt tctagggtgt gttatgaacg aacctccttc 2293 
agtccaacta tccagacgtt cattctctct gccatttggc acggggtata cccaggatat 2 353 
tatctaacgt ttctaacagg ggtgttaatg acattagcag caagagctgt aagtatcaag 2413 
aattttattt tacaattcaa tggtccactt gaactgttaa aaaggctgag tacatctctc 2473 
ttacaaggta gaccctcttt ccttggtcgt ggtcagtatt gtcctttcca ctagaagcga 2533 
ggtgtgtact gcgtgcatgt ttgctgagcg ctcaccacgg gctaggctcc atgcccagtt 2 5 93 
cctgtgagga gaaaacacgt ttctatgtgc ccggcaggta ggaggcactc acaaaatgtt 2653 
actttgtctt tacagaattt tctgaaggag agataaaaac tgagttaaat aaagatgatc 2 713 
agaatggatg agaaataact ttagacatta tttcattgaa ccttcccaac tgaaattatt 2773 
ttatgatgtt ataacatgga tagtaactca agtagcaata agttacacag ttgtgccatt 2833 
tgtgcttctt tctataaaac catcactcac gttttacagc tcctggtatt attgcctgca 2893 
cattcttggt atcttagtat tattgttgtt gccagtgaaa aaaactcaaa gaagaaagaa 2953 
tacacatgaa aacattcagc tctcacaatc caaaaagttt gatgaaggag aaaattcttt 3013 
gggacagaac agtttttcta caacaaacaa tgtttgcaat cagaatcaag aaatagcctc 3073 
gagacattca tcactaaagc agtgatcggg aaggctctga gggctgtttt ttttttttga 3133 
tgttaacaga aaccaatctt agcacctttt caaggggttt gagtttgttg gaaaagcagt 3193 
taactggggg gaaatggaca gttatagata aggaatttcc tgtacaccag attggaaatg 32 53 
gagtgaaaca agccctccca tgccatgtcc ccgtgggcca cgccttatgt aagaatattt 3313 
ccatatttca gtgggcactc ccaacctcag cacttgtccg tagggtcaca cgcgtgccct 33 73 
gttgctgaat gtatgttgcg tatcccaagg cactgaagag gtggaaaaat aatcgtgtca 3433 
atctggatga tagagagaaa ttaacttttc caaatgaatg tcttgcctta aaccctctat 34 93 
ttcctaaaat attgttccta aatggtattt tcaagtgtaa tattgtgaga acgctactgc 3 553 
agtagttgat gttgtgtgct gtaaaggatt ttaggaggaa tttgaaacag gatatttaag 3613 
agtgtggata tttttaaaat gcaataaaca tctcagtatt tgaagggttt tcttaaagta 3673 
tgtcaaatga ctacaatcca tagtgaaact gtaaacagta atggacgcca aattataggt 3733 
agctgatttt gctggagagt ttaattacct tgtgcagtca aagagcgctt ccagaaggaa 3 793 
tctcttaaaa cataatgaga ggtttggtaa tgtgatattt taagcttatt ctttttctta 3853 
aaagagagag gtgacgaagg aaggcaggaa tgaagaagca ctgcgtggcc tccggtggaa 3 913 
tgcacggggc acagccgcga ctctgcaggc agcttccccc ccatgcccag ggctctgcgc 3 973 
cgtcatgtga gacttaaaaa aaaagttgaa tgacttcgtg atactttgga cttctaaatt 4033 
aaatttatca ggcataaatt atgtagaatt agaggctttg aaaataatac tggtaggttg 4093 
ctcaaaggtt ttgaaagaga aatcgctagg taggttacta tctggctaat ccatttctta 4153 
tccttgacaa tttaattcat atttgggaaa cttttaggga aatgaaaaat aaaagtcact 4213 
gagtctgggt gacatttttt aagaataata taaattcagt ttcaaactct tctcacatta 42 73 
aaattttgct gtgaactctt actaaaatga gttttaggtt ctgtaagtgg aaaaatgtgc 4333 
ttttatttta tgggccattt ttaccacaac taatcttgcc ttggattact aagcatctcc 4393 
tgcgatccca cagaggactg tggtggccac aggagctgaa 4433 



<210> 7 

<211> 141 

<212> PRT 

<213> Homo sapiens 
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<400> 7 

lie Gly Val Glu 
1 

Tyr Leu Thr Val 
20 

Gin Tyr Ser Ala 
35 

lie Thr Ser Leu 

50 

Glu Glu Leu Thr 
65 

Ser Leu Leu Glu 

Ala Gly Pro Leu 
100 

Arg Ser Tyr His 
115 

Gin Tyr Glu Arg 
130 



Asn Met His Asn 
5 

Cys Gin Val Thr 

Asp Phe Ser Gly 
40 

Ala Cys Glu lie 
55 

Ser Ser Gin Arg 
70 

Tyr Leu Ser Tyr 
85 

Cys Ser Tyr Lys 

lie Thr Gin Ser 
120 

Thr Glu Pro Ser 
135 



Tyr Cys Phe Val 
10 

Arg Val Tyr lie 
25 

Pro Met Met He 

His Asp Gly Met 
60 

Asp Leu Ala Val 
75 

Asn Cys Asn Phe 
90 

Asp Tyr He Thr 
105 

Gly Glu Asn Gly 

Pro Asn Val Arg 
140 



Phe Ala Leu Gly 
15 

Phe Asp Tyr Gly 
30 

He Thr Gin Lys 
45 

Phe Arg Lys Asp 

Arg Arg Met Pro 
80 

Met Gly He Leu 
95 

Phe He Glu Gly 
110 

Lys Glu Glu Thr 

125 

Ser 



<210> 8 

<211> 1276 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . . (1275} 

<221> misc_feature 
<222> (1) . . . (1276) 
<223> n = A,T,C or G 

<400> 8 

ata gga gtg gag aac atg cac aat tac tgc ttt gtg ttt get ctg gga 4 8 

He Gly Val Glu Asn Met His Asn Tyr Cys Phe Val Phe Ala Leu Gly 

15 10 15 

tac etc aca gtg tgc caa gtt act cga gtc tat ate ttt gac tat gga 96 
Tyr Leu Thr Val Cys Gin Val Thr Arg Val Tyr He Phe Asp Tyr Gly 
20 25 30 

caa tat tct get gat ttt tea ggc cca atg atg ate att act cag aag 144 
Gin Tyr Ser Ala Asp Phe Ser Gly Pro Met Met He He Thr Gin Lys 
35 40 45 

ate act agt ttg get tgc gaa ata cat gat ggg atg ttt egg aag gat 192 
He Thr Ser Leu Ala Cys Glu He His Asp Gly Met Phe Arg Lys Asp 
50 55 60 



gaa gaa ctg act tec tea cag agg gat tta get gta agg cgc atg cca 240 
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Glu Glu Leu Thr Ser Ser Gin Arg Asp Leu Ala Val Arg Arg Met Pro 
65 70 75 80 

age tta ctg gag tat ttg agt tac aac tgt aac ttc atg ggg ate ctg 288 
Ser Leu Leu Glu Tyr Leu Ser Tyr Asn Cys Asn Phe Met Gly lie Leu 
85 90 95 

gca ggc cca ctt tgc tct tac aaa gac tac att act ttc att gaa ggc 336 
Ala Gly Pro Leu Cys Ser Tyr Lys Asp Tyr lie Thr Phe He Glu Gly 
100 105 110 

aga tea tac cat ate aca caa tct ggt gaa aat gga aaa gaa gag aca 384 
Arg Ser Tyr His He Thr Gin Ser Gly Glu Asn Gly Lys Glu Glu Thr 
115 120 125 

cag tat gaa aga aca gna gee ate tec aaa tgt aag gtc atg aga ttt 432 
Gin Tyr Glu Arg Thr Xaa Ala He Ser Lys Cys Lys Val Met Arg Phe 
130 135 140 

ate tgg age ctt tac age atg tat tgn act gcg gkt gtt cag aag etc 480 
He Trp Ser Leu Tyr Ser Met Tyr Xaa Thr Ala Xaa Val Gin Lys Leu 
145 150 155 160 

tta gtt tgt ggg ctg tec ttg tta ttt cac ttg acc ate tgt aca aca 528 
Leu Val Cys Gly Leu Ser Leu Leu Phe His Leu Thr He Cys Thr Thr 
165 170 175 

tta cct gtg gag tac aac att gat gag cat ttt caa get aca get teg 576 
Leu Pro Val Glu Tyr Asn He Asp Glu His Phe Gin Ala Thr Ala Ser 
180 185 190 

tgg cca aca aag att ate tat ctg tat ate tct ctt ttg get gec aga 624 
Trp Pro Thr Lys He He Tyr Leu Tyr He Ser Leu Leu Ala Ala Arg 
195 200 205 

ccc aaa tac tat ttt gca tgg acg eta get gat gee att aat aat get 672 
Pro Lys Tyr Tyr Phe Ala Trp Thr Leu Ala Asp Ala He Asn Asn Ala 
210 215 220 

gca ggc ttt ggt ttc aga ggg tat gac gaa aat gga gca get cgc tgg 72 0 
Ala Gly Phe Gly Phe Arg Gly Tyr Asp Glu Asn Gly Ala Ala Arg Trp 
225 230 235 240 

gac tta att tec aat ttg aga att caa caa ata gag atg tea aca agt 76 8 
Asp Leu He Ser Asn Leu Arg He Gin Gin He Glu Met Ser Thr Ser 
245 250 255 

ttc aag atg ttt ctt gat aat tgg aat att cag aca get ctt tgg ccc 816 
Phe Lys Met Phe Leu Asp Asn Trp Asn He Gin Thr Ala Leu Trp Pro 
260 265 270 



aaa agg gtg tgt tat gaa cga acc tec ttc agt cca act ate cag acg 864 
Lys Arg Val Cys Tyr Glu Arg Thr Ser Phe Ser Pro Thr He Gin Thr 
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275 280 285 

ttc att etc cct gec att ntg gca egg ggt ata ccc agg ata tta tct 912 
Phe lie Leu Pro Ala lie Xaa Ala Arg Gly lie Pro Arg lie Leu Ser 
290 295 300 

aac gtt tct aac agg ggt gtt aat gac att age age aga get atg aga 960 
Asn Val Ser Asn Arg Gly Val Asn Asp lie Ser Ser Arg Ala Met Arg 
305 310 315 320 

aat aac ttt aga cat tat ttc att gaa cct tec caa ctg aaa tta ttt 1008 
Asn Asn Phe Arg His Tyr Phe lie Glu Pro Ser Gin Leu Lys Leu Phe 
325 330 335 

tat gat gtt mta aca tgg ata gta aac tea agt age aat aag tta cac 1056 
Tyr Asp Val Xaa Thr Trp lie Val Asn Ser Ser Ser Asn Lys Leu His 
340 345 350 

agk tgk gsc att tgt get tct ttc tat waa acc ate act cac rkt tya 1104 
Xaa Xaa Xaa lie Cys Ala Ser Phe Tyr Xaa Thr lie Thr His Xaa Xaa 
355 360 365 

cag gtc egg ttt att gee gga cat act ggt tec teg ata atg gcg tgc 1152 
Gin Val Arg Phe lie Ala Gly His Thr Gly Ser Ser lie Met Ala Cys 
370 375 380 

egg aca acg egg aga aag gta ctg gaa gtt ccg etc cac caa gtc gtg 12 00 
Arg Thr Thr Arg Arg Lys Val Leu Glu Val Pro Leu His Gin Val Val 
385 390 395 400 

ggg gac act tgg gac age tct tec aca age gcg ccg aag ccg gac aca 1248 
Gly Asp Thr Trp Asp Ser Ser Ser Thr Ser Ala Pro Lys Pro Asp Thr 
405 410 415 

acg acg ggg egg ggg ggt ggg gca acc c 12 76 

Thr Thr Gly Arg Gly Gly Gly Ala Thr 
420 425 



<210> 9 
<211> 425 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> VARIANT 

<222> (1) . . . (425) 

<223> Xaa = Any Amino Acid 

<400> 9 

lie Gly Val Glu Asn Met His Asn Tyr Cys Phe Val Phe Ala Leu Gly 

15 10 15 

Tyr Leu Thr Val Cys Gin Val Thr Arg Val Tyr lie Phe Asp Tyr Gly 



20 

Gin Tyr Ser Ala 
35 

lie Thr Ser Leu 
50 

Glu Glu Leu Thr 
65 

Ser Leu Leu Glu 

Ala Gly Pro Leu 
100 

Arg Ser Tyr His 
115 

Gin Tyr Glu Arg 
130 

lie Trp Ser Leu 
145 

Leu Val Cys Gly 

Leu Pro Val Glu 
180 

Trp Pro Thr Lys 
195 

Pro Lys Tyr Tyr 
210 

Ala Gly Phe Gly 
225 

Asp Leu lie Ser 

Phe Lys Met Phe 
260 

Lys Arg Val Cys 
275 

Phe lie Leu Pro 

290 

Asn Val Ser Asn 
305 

Asn Asn Phe Arg 

Tyr Asp Val Xaa 
340 

Xaa Xaa Xaa lie 
355 

Gin Val Arg Phe 
370 

Arg Thr Thr Arg 
385 

Gly Asp Thr Trp 

Thr Thr Gly Arg 
420 



Asp Phe Ser Gly 
40 

Ala Cys Glu lie 
55 

Ser Ser Gin Arg 
70 

Tyr Leu Ser Tyr 
85 

Cys Ser Tyr Lys 

He Thr Gin Ser 
120 

Thr Xaa Ala He 

135 

Tyr Ser Met Tyr 
150 

Leu Ser Leu Leu 
165 

Tyr Asn He Asp 

He He Tyr Leu 
200 

Phe Ala Trp Thr 
215 

Phe Arg Gly Tyr 
230 

Asn Leu Arg He 
245 

Leu Asp Asn Trp 

Tyr Glu Arg Thr 
280 

Ala He Xaa Ala 
295 

Arg Gly Val Asn 
310 

His Tyr Phe He 
325 

Thr Trp He Val 

Cys Ala Ser Phe 
360 

He Ala Gly His 
375 

Arg Lys Val Leu 
390 

Asp Ser Ser Ser 
405 

Gly Gly Gly Ala 



25 

Pro Met Met He 

His Asp Gly Met 
60 

Asp Leu Ala Val 
75 

Asn Cys Asn Phe 
90 

Asp Tyr He Thr 
105 

Gly Glu Asn Gly 

Ser Lys Cys Lys 
140 

Xaa Thr Ala Xaa 
155 

Phe His Leu Thr 
170 

Glu His Phe Gin 
185 

Tyr He Ser Leu 

Leu Ala Asp Ala 
220 

Asp Glu Asn Gly 
235 

Gin Gin He Glu 
250 

Asn He Gin Thr 
265 

Ser Phe Ser Pro 

Arg Gly He Pro 
300 

Asp He Ser Ser 
315 

Glu Pro Ser Gin 
330 

Asn Ser Ser Ser 
345 

Tyr Xaa Thr He 

Thr Gly Ser Ser 
380 

Glu Val Pro Leu 
395 

Thr Ser Ala Pro 
410 

Thr 
425 



30 

He Thr Gin Lys 
45 

Phe Arg Lys Asp 

Arg Arg Met Pro 
80 

Met Gly lie Leu 
95 

Phe He Glu Gly 
110 

Lys Glu Glu Thr 
125 

Val Met Arg Phe 

Val Gin Lys Leu 
160 

He Cys Thr Thr 
175 

Ala Thr Ala Ser 
190 

Leu Ala Ala Arg 
205 

He Asn Asn Ala 

Ala Ala Arg Trp 
240 

Met Ser Thr Ser 
255 

Ala Leu Trp Pro 
270 

Thr He Gin Thr 
285 

Arg He Leu Ser 

Arg Ala Met Arg 
320 

Leu Lys Leu Phe 
335 

Asn Lys Leu His 
350 

Thr His Xaa Xaa 
365 

He Met Ala Cys 

His Gin Val Val 
400 

Lys Pro Asp Thr 
415 
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<210> 10 

<211> 29 

<212> DNA 

<213> Homo sapiens 



<400> 10 

tgaggtatcc cagagcaaac acaaagcag 



<210> 11 

<211> 28 

<212> DNA 

<213> Homo 



sapiens 



<400> 11 

tcagttcttc atccttccga aacatccc 



